Atlantic herring (Clupea harengus) is one of the most abundant fish species in the world. It is an important economical and nutritional resource, as well as a crucial part of the North Atlantic ecosystem. In 2016, a draft herring genome assembly was published. Being a species of such importance, we sought to independently verify and potentially improve the herring genome assembly. We sequenced the herring genome generating paired-end, mate-pair, linked and long reads. Three assembly versions of the herring genome were generated based on a de novo assembly (A1), which was scaffolded using linked and long reads (A2) and then merged with the previously published assembly (A3). The resulting assemblies were compared using parameters describing the size, fragmentation, correctness, and completeness of the assemblies. Results showed that the A2 assembly was less fragmented, more complete and more correct than A1. A3 showed improvement in fragmentation and correctness compared with A2 and the published assembly but was slightly less complete than the published assembly. Thus, we here confirmed the previously published herring assembly, and made improvements by further scaffolding the assembly and removing low-quality sequences using linked and long reads and merging of assemblies.
Results
Sequencing and assembly. A paired-end library and two mate-pair libraries (both approximately 2 kb when investigated bioinformatically) were sequenced along with long (MinION) and linked (10x Genomics) reads. The same individual was sequenced with Illumina technology and on one MinION run. However, the DNA from this individual was too degraded to obtain long reads. Therefore, three additional MinION runs were performed using a fresh sample from a second individual, which resulted in longer reads and higher output. The total output for the four runs was 985,281 reads with an N50 of 8,119 bp. A third individual was sequenced using 10x Genomics technology, to obtain input fragments that were as long as possible. Table 1 presents a summary of the sequencing results.
To generate an improved herring genome assembly, we first generated de novo assemblies from the short-read data using the AllPaths-LG and SGA assemblers 20, 21 with different parameters ( Supplementary Table S1 ). The assembly with the best summary statistics (i.e., number of contigs, number of scaffolds, and N50) was named A1. This assembly was improved using gap closing software and long and linked reads for scaffolding (see Materials and Methods) resulting in the A2 assembly. Lastly, the A2 assembly was merged with the published draft assembly to obtain the best assembly possible (A3). Table 2 presents the characteristics of these assemblies. For comparison, we generated an alternative assembly using the hybrid assembler, MaSuRCA, which Zimin et al. 22 claimed to have equal or superior performance to AllPaths-LG. This resulted in a highly fragmented assembly (74,436 scaffolds and N50 of 28 kb). Thus, in our hands, MaSuRCA did not perform better than AllPaths-LG combined with SSPACE-LongRead 23 and ARCS 24 . The MaSuRCA assembly was not further used in this study.
Did scaffolding with linked and long reads improve the assembly?. To assess the level of improvement obtained through gap-closing and scaffolding with long and linked reads, we compared the assemblies using QUAST 25 . QUAST is a tool for assessing the quality of genome assemblies and can be used both with and without a reference assembly. Without a reference assembly, QUAST calculates several descriptive summary statistics for the assemblies, which are mostly based on the size and fragmentation of the assemblies (e.g., the number of scaffolds, length of the assembly, N50, and NG50). GC content, Ns per 100 kbp, and predicted rRNA genes are also found by QUAST. Table 2 presents selected QUAST results, and as expected, both the fragmentation and size of the assembly were improved when A1 was scaffolded with long and linked reads, resulting in A2. The number of scaffolds decreased by roughly 38%; both the total length and length of the largest scaffold increased and N50 almost doubled ( Table 2 ). The same trend could be seen in the number and length of contigs. Moreover, the completeness of the assembly improved, and Ns per 100 kbp decreased by 1,077. There were 60 complete rRNA genes in A2, compared with 52 in A1, and 12 partials in A2 compared with 15 in A1 ( Table 2) .
The completeness of the assemblies was further assessed using Benchmarking Universal Single-Copy Orthologs (BUSCO), which searches for near-universal single-copy orthologs based on evolutionarily-informed expectations of gene content 26 . Different BUSCO sets are used for different groups of organisms, and presently the set for ray-finned fish includes 4,584 genes. The BUSCO analysis showed the same trend as the QUAST analysis when progressing from assembly A1 to A2. The number of complete BUSCOs increased by 251, fragmented BUSCOs decreased by 172, and missing BUSCOs decreased by 79 (Table 3) , indicating a more complete assembly. The summary statistics in Table 2 are commonly used metrics to compare assemblies, but they only show how fragmented the assemblies are and say little about the completeness and correctness of the assemblies. Furthermore, these traditional metrics do not necessarily indicate which assembly is of the highest quality. In fact, N50 has been shown to be negatively correlated with the quality of an assembly 27 .
To assess the assembly correctness, a feature response curve (FRC) was calculated for each assembly. FRC is a metric that, according to the authors Narzisi and Mishra 28 , captures the trade-offs between quality and contig size. The analysed features and underlying logics were described by Phillippy et al. 29 . In short, a steeper curve indicated an assembly of higher quality. The results from this comparison can be seen in Fig. 1 . The FRCs for A1 and A2 diverged at a higher feature threshold, with A2 being steeper.
FRC bam outputs 14 categories of features based on both paired-end and mate-paired data 27 . Features are areas on the assembly that show indications of assembly errors based on the alignment of sequencing reads. Through examination of the different features separately it became obvious that the assemblies had different types of features (i.e., different strengths and weaknesses). We ranked the assemblies for all 14 types of features so that the assembly with the steepest FRC for the specific feature obtained the best ranking (1 st ), we then summed over all the features types to obtain a ranking of the assemblies based on overall features. This ranking is shown in Table 4 , and overall A2 (2 nd ) was ranked better than A1 (4 th ). FRCs for the specific features can be seen in Supplementary Figs. S1-S14. As mentioned earlier, the FRC also accounts for the contig size. However, examining only the total number of features, we saw that A1 had 564,464 features, whereas A2 had 544,122, showing a reduction of 3.6%.
BUSCOs (Table 3 ) did provide an indication of the level of completeness, but we wanted to further inspect the completeness by looking at the connexin (gap junction protein) gene family. Generally, bony fish have approximately 40 recognised connexin genes 30, 31 . Most of these genes have their coding sequence in a single exon, greatly facilitating a manual analysis. Additionally, these genes have two conserved regions that are easily recognised across the gene family. From other species, including different bony fish, it is known that some of these genes are located close to each other 30, 32 . In this context, the conserved regions might be considered repetitive sequences, which could make these genes more prone to assembly errors.
In our manual analysis of the connexin genes we first identified 51 herring connexin genes from the draft assembly by Martinez Barrio et al. 13 . Of these, 49 connexin genes were already predicted and annotated by Martinez Barrio et al. and available in GenBank. In addition to the 49 connexin genes, one connexin gene was predicted as a KAT6B-like gene, and one connexin gene (called Cx39.2 or GJD2like) was not predicted but found in our searches. Some of the genes found in the draft assembly were believed to be duplicates or triplicates, based on the 98-100% sequence identities (see Table 5 and Supplementary Table S2 ). Thus, these genes were either very recently duplicated or arose through erroneous assembly, and we consider 46 as a more likely number of functional connexin genes in herring. More details on the analysis of connexin genes in herring and other teleosts can be found elsewhere (Mikalsen SO, Tausen M and í Kongsstovu S, submitted).
Furthermore, we investigated the presence of the connexins in our progressive assemblies A1, A2 and A3 (the latter is described in more details below). There were 3 connexins lacking in A1 (Cx32.2like_XM_012828709, GJA5like_ XM_012816449, and GJD3like_XM_012837668), one of which was found in A2 (GJA5like_ XM_012816449). In addition, the GJD2like_ XM_012838313 and GJA5like_XM_012840593 genes were fragmented in A1 ( Table 5 ). The fragmentation of GJA5like_ XM_012840593 was still present in A2, whereas the Table 2 . Comparison of assemblies A1, A2 and A3 from this study and the published draft assembly. Results from the QUAST analysis, all statistics are based on contigs of size >= 3,000 bp, unless otherwise noted; for example, # contigs (>= 0 bp) includes all contigs.
GJD2like_ XM_012838313 was found as a single complete coding sequence in A2, but parts of the gene were now triplicated (Table 5 ). Thus, the duplications indicated in the published draft assembly were not present in A1 or A2. They were also not present in other bony fish, such as Japanese eel (diverged before herring), Atlantic cod (diverged after herring) or zebrafish, which is probably the most heavily investigated teleost, and is supposed to have common divergence with herring from the remaining teleosts 33, 34 . As this study came to an end, a chromosome level assembly of the herring genome (GCA_900700415.1) was made available along with a preprint paper 35 . The connexin duplications were also absent in this new assembly. Thus, we consider it likely that these duplications are caused by erroneous assembly.
Merging the assembly from this study with the draft assembly. Even though A2 was an improvement on A1, it was shorter and more fragmented than the published draft assembly as well as less complete (Tables 2 and 3 ). To generate the best possible herring assembly from the available data, A2 and the previously published assembly were merged, giving rise to A3. As can be seen in Table 2 , A3 had fewer scaffolds (2,419 compared with 6,915), higher N50 (1,971,137 compared with 1,897,858), and 319 fewer Ns per 100 kbp than the draft assembly. Nevertheless, the largest scaffold was slightly shorter in A3, and there were fewer complete BUSCOs (4,258 compared to 4,348) and more fragmented BUSCOs (177 compared to 105) in A3 compared to the draft assembly (Tables 2 and 3 ). In addition, the total length of A3 was 17 Mb shorter than the total length of the previously published draft assembly; 3 Mb of this difference was explained by the decrease in gap length. The Metassemble 36 software package was used for merging the two assemblies. In short, the software aligns the assemblies and confirms the merging steps via mate-pair reads. In addition, unaligned sequences are removed. In the case of A3, approximately 10 Mb of sequences (3,912 short scaffolds from the draft assembly) were removed, which was the main reason for A3 being shorter than the draft assembly. Removal of these short scaffolds was another reason why the summary statistics improved. Another partial explanation was that some areas were accidentally (and probably wrongly) repeated in the draft assembly but resolved in A3. Nevertheless, 103 breakpoints and 3,224 insertions were introduced in the generation of the A3 assembly. In addition to the removal of the 3,912 short scaffolds, 202 scaffolds were joined to form 101 scaffolds. To test if the removal of scaffolds was the only reason why the summary statistics improved, the removed scaffolds were added to A3 and the summary statistics Figure 1 . Feature response curves for the A1, A2, A3 and draft assembly. The FRCs were generated using FRC bam [27] and plotted in R v3.4.3 51 .
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www.nature.com/scientificreports www.nature.com/scientificreports/ for this combined assembly were calculated. This assembly had 6,331 scaffolds, an N50 of 1.96 Mb, a total length of 800 Mb, and a gap length of 80 Mb, indicating that the removed scaffolds did contribute to the improvements in the summary statistics but were not the sole reason.
The FRCs for A2 and the draft assembly were highly similar, and the main difference was the total length of the assemblies. A2 was shorter than the draft assembly, and thus the FRC only reached 91% coverage ( Fig. 1 ). A3 showed a steeper FRC than the draft assembly but was slightly shorter. When ranking the assemblies based on overall features, the merged A3 was ranked as 1 st , whereas the published draft assembly and A2 were ranked 2 nd . The total number of features improved with the merging of the assemblies from 544,122 in A2 and 487,486 in the draft assembly to 473,588 in A3. These results indicate that A3 is more correct than A2 and the draft assembly.
The connexin analysis revealed duplications or triplications in six connexin genes in both A3 and the draft assembly. The same duplications/triplications were present in A3 and the draft ( Table 5 ), suggesting that both these assemblies have some issues with repeats. Nevertheless, the missing connexins in A1 and A2 were present in both A3 and the draft.
Whole genome alignments were generated using the web tool D-Genies to investigate whether any major structural variations existed between the assemblies 37 . Figure 2 shows the alignment between A3 and the published draft assembly. The largest rearrangements are indicated by the coloured arrows, and our notion is that these indicate some of the improvements made by the merging of the assemblies.
As mentioned, a herring chromosome level assembly became available very recently 35 . A QUAST run with this assembly as a reference was conducted to compare the all available assemblies. Table 6 lists selected QUAST results. It was evident that the A2 assembly had the most misassemblies whereas A1 has the fewest, indicating that the scaffolding steps caused several misassemblies (Table 6 ). It was also evident that low-quality sequences were removed in A3 because A3 had the fewest number of misassembled scaffolds, fewest unaligned scaffolds, lowest duplication ratio, and longest alignment. Some of these misassemblies might be individual variations rather than actual misasseblies. However, the chromosome level assembly had 4,036 complete, 3,881 complete and single copy, 155 complete and duplicated, 174 fragmented and 374 missing BUSCOs. This indicated that the chromosome level assembly was less complete than both the previously published draft assembly and A3.
Discussion
In this study, we generated a de novo assembly of the herring genome and improved its fragmentation, correctness, and completeness with gap closing software and long and linked reads. The assembly was then combined with the published draft assembly 13 , resulting in a less fragmented assembly that was slightly less complete but overall showed an increase in correctness, based on summary statistics, BUSCO, connexin, and FRC analyses.
Comparing two or more assemblies is not necessarily straightforward. Simple summary statistics exist, such as the number of contigs/scaffolds, N50, L50, and total assembly length. However, these metrics only evaluate the size and fragmentation; but they say very little about the quality or correctness. Studies have compared several assemblies, such as Assemblathon 1, Assemblathon 2 and GAGE [14] [15] [16] , and these studies have used several metrics to get a fair comparison. A common conclusion has been that using only one metric to evaluate assemblies does not necessarily reveal the optimal assembly. Different metrics indicate different strengths and weaknesses of assemblies. We therefore chose to use several different metrics, which we believe appropriately represents the quality of the assemblies, to compare the assemblies in this study.
A comparison of A1 and A2 revealed that the long and linked reads improved the fragmentation of the assembly. The number of scaffolds decreased by 38% while the N50 almost doubled, but the gap length increased slightly. This increase in gap size was to be expected from this scaffolding step, because SSPACE-LongRead does www.nature.com/scientificreports www.nature.com/scientificreports/ not include the MinION read in the assembly 23 . The number and length of contigs also improved, with 18,396 fewer contigs and 26 Mb longer total contig length ( Table 2 ) . The completeness of the assembly was also improved with scaffolding. A2 had fewer Ns per 100 kbp, an increased number of complete BUSCOs, a decreased number of fragmented BUSCOs, and increased complete predicted rRNA genes (Tables 2 and 3 ). Furthermore, the correctness improved. The number of total features in A2 decreased and the A2 FRC was improved. In addition, a missing connexin gene in A1 was present in A2 but new duplications in other connexin genes were introduced ( Table 5 ). These results, as well as recent de novo assemblies of fish genomes 19, 38 and genomes from other organisms 18, 39, 40 , illustrate that long-read technology is highly useful in de novo genome assemblies.
A comparison of A2, A3 and the previously published draft assembly revealed the A3 assembly to have the best summary statistics ( Table 2 ). Some of this improvement was because of the removed scaffolds in the merging step, but as mentioned above, even when these scaffolds were included, the summary statistics were superior to those of the draft assembly. A3 also had the fewest total features; however, the draft assembly had slightly higher level of completeness compared with A3 (4,348 complete BUSCOs compared to 4,258; Table 3 ). A3 was also shorter than the draft assembly. This trend of an improved versions of an assembly showing shorter assembly length was also seen in the improved cod assembly published by Tørresen et al. 41 . Furthermore, Holt et al. 42 found fewer predicted coding genes in the improved pigeon genome even though the increases in N50 and N90 were more pronounced than in the present study. The FRC for A3 was steeper than the A1, A2, and draft assembly FRCs (Fig. 1) . In relation to the connexin genes, the A3 assembly had the same repeat issues as in the draft assembly (Table 5 ). In summary, merging A2 and the previously published assembly resulted in a mostly improved assembly, although problems probably still remain with incomplete coverage and duplications.
The A3 assembly only consists of sequences supported by alignment between A2, the draft assembly, and sequencing reads. The A3 assembly constitutes nearly 90% of the estimated herring genome [9] [10] [11] [12] . In other words, the A3 assembly is a highly accurate and validated version of the herring genome in the sense that it highlights the regions and their accuracies found by different sequencing technologies and different assemblers. In recent years, the problem of reproducibility has been highlighted and much discussed 43 . Here, we were able to confirm the majority of the published herring genome assembly using different wet lab and in silico approaches, as well as generated an improved assembly that we can have strong confidence in. Nevertheless, the A3 assembly is based on four different herring individuals. Generating a genome assembly from several individuals might result in poorer assembly results because the individual variations (e.g., structural rearrangements or microsatellites) may complicate the assembly process. Comparing assemblies based on different individuals is also challenging, Table 5 . Suspected assembly errors in the connexin genes of the A1, A2, and A3 assemblies and the published draft assembly. Suspected errors include regions of repetition (position written in italics) and missing connexin genes (represented as −). Fr, e1 and e2 indicate fragmented, exon 1 and exon 2, respectively. a The name is an abbreviation of the name given by the mentioned GenBank accession numbers. For example, 'GJB3-like' should be read as 'gap junction beta-3 protein-like, mRNA' . Please note that unique genes may have the same name. b GenBank nucleotide (nr) accession numbers for predicted transcripts from the published draft assembly. If the gene had several predicted transcription variants, only transcription variant 1 was included in the analyses. If several identical, or near identical (>98%) transcripts have been predicted, the other accession numbers are given in italics. c The positions here regarded as the coding sequence of the gene is given in normal font (the exon/intron borders are not exact), and the 'suspect repeated' regions are given in italics. The positions are given as the coding direction (i.e., from the 5′) independent of whether the sequence is on the plus or minus strand. www.nature.com/scientificreports www.nature.com/scientificreports/ because it might not be possible to tell if assembly differences are due to individual variation or assembly error. Using a single individual to generate an assembly is therefore preferable, but due to degraded DNA this was not possible in this study. This means that some of the corrections and differences found in this study could be individual differences between the herring used in this study and the one used by Martinez Barrio et al. 13 . Thus, the A3 assembly approaches an average herring genome rather than a genome from a specific herring.
As mentioned earlier, a high-quality chromosome level assembly of the herring genome was made available just as this study was coming to an end. We found that all the available assemblies had misassembly issues compared with the new chromosome level assembly. A1 had the fewest misassemblies, whereas A3 had the fewest misassembled scaffolds relative to the chromosome-level assembly. From this comparison, it was evident that scaffolding using linked and long reads can cause misassemblies. However, using more stringent scaffolding parameters and more data would reduce the number of misassemblies introduced. As mentioned above, some of these misassemblies could also be variations between the individuals used for the various assemblies and not true misassemblies. A3 and the published draft assembly were highly similar in this comparison. A3 had fewer misassembled scaffolds, fewer local misassemblies, fewer unaligned scaffolds (both full and partial alignments), shorter unaligned length, slightly lower duplication rate, the largest alignment, and higher NA50 and NGA50. By contrast, the draft assembly had fewer misassemblies, shorter misassembled scaffold length, a slightly higher fraction of the genome assembled, and a longer total aligned length ( Table 6 ). It is also worth mentioning that the BUSCO analysis revealed both the A3 and draft assemblies to be more complete than the chromosome level assembly, at least in relation to the number of genes.
To conclude, the A3 assembly was the most complete and correct herring genome assembly with the best summary statistics. This assembly is an improvement on the previously published herring draft genome assembly in terms of correctness, and acts as a validation of the herring genome assembly. The results from this study underline how important long and linked read data are in de novo genome assembly. Both the long and linked reads improved the herring genome assembly in this study. Combining the assemblies from this study with the draft herring assembly resulted in an improved herring genome assembly. Additionally, this study showed, in agreement with previous studies [14] [15] [16] , the importance of comparing both the correctness and completeness of genome assemblies. The sample used for 10x Genomics sequencing was caught by the local fishing boat 'Grani' on Kaldbaksfjørður, Faroe Islands. The DNA from the kidney was extracted using the MagAttract HMW DNA Kit (Qiagen, Hilden, Germany).
Materials and Methods

Sample collection and DNA extraction.
Ethics. The herring samples were received from stock assessment cruises and commercial catches. No fish were caught for the purpose of this project, and all fish were dead when they were selected. Thus, no ethical approval was required.
Library preparation for Illumina sequencing.
For the paired-end sequencing, the DNA was fragmented to roughly 300 bp using a Covaris M220 focused-ultrasonicator (Covaris, Woburn, Massachusetts, United States). The library was then prepared using the KAPA LTP Library Preparation Kit (KAPABiosystems, Wilmington, Massachusetts, United States) and quantified using the KAPA Library Quantification Kit (KAPABiosystems), following the manufacturer's instructions. The paired-end library was sequenced on a NextSeq500 (Illumina) using one Mid and one High Output v2 kit.
Two mate-pair libraries, with intended insert sizes of 4,500 bp and 7,000 bp, were prepared using the Nextera Mate-Pair Library Preparation kit (Illumina), following the manufacturer's instructions. The mate-pair libraries were quantified using the KAPA Library Quantification Kit (KAPABiosystems) and sequenced on a NextSeq500 (Illumina). However, when later investigated bioinformatically, both libraries seemed to have an insert size of approximately 2 kbp. This was most likely because of error in the library preparation and/or fragmented DNA. One of the libraries was sequenced with a High Output v2 kit while the other was sequenced with a Mid Output v2 kit. Oxford nanopore technologies. Four different MinION runs were conducted. The library for the first run was prepared using the same DNA sample as the Illumina sequencing together with the Rapid Sequencing kit (SQK-RAD001). The library was sequenced on a FLO-MIN105 flow cell and run for 48 hours. After the run, the reads were uploaded to Metrichor v1.2.6 for base calling. To obtain longer reads, a fresh DNA sample from a different individual was used for the subsequent MinION runs. Run two was conducted by using the Rapid Data pre-processing. All the data processing, assemblies and comparisons were performed on the EMBL-EBI cluster in Hinxton, except for the manual connexin gene analysis. Trimmomatic v0.36 was used to remove adapter sequences and trim low-quality bases with an average quality score lower than 20 (sliding window of four bases) from the paired-end data 45 . Then, AfterQC v0.4.0 was used to remove the polyG reads 46 . The mate-pair data were also subjected to the same trimming conditions as the paired-end data using Trimmomatic, but adapters were not trimmed. In addition, the data were also processed using NextClip v1.3.1, and only the reads with one or both adapter sequences were used 47 .
FastQC v0.11.5 was used to assess the quality of all the sequencing data 48 . Poretools v0.6.0 49 was used to extract the FASTQ files longer than 500 bp from MinION runs one and two, whereas Albacore v1.2.5 was used for runs three and four.
The assembly process. The first assembly (A1) was generated using the Illumina data and the de Bruijn graph assembler AllPaths-LG v52488 20 . This assembler was chosen because of the size of the genome and the results from the Assemblathon 2 study 16 , where it performed well on the fish genome assembly. The Illumina data were generated with this assembler in mind. Several parameters and subsets of the data were tested, and the best assembly was chosen for further use in this study. In addition, the SGA v0.10.15 21 and MaSuRCA v3.2.2 22 assemblers were tested, but did not yield as good assemblies as AllPaths-LG assembler. Supplementary Table S1 contains the different parameters and subsets of the data used for the different assembly runs.
A2 was generated by closing gaps in A1, in addition to two scaffolding steps. The GapFiller v1.10 software package was used to close gaps. In short, this software aligns sequencing reads to the assembly and then tries to extend the ends of the contigs, if enough sequencing reads support this 50 . We ran this software for 20 iterations. The resulting assembly was then scaffolded with four runs of MinION reads using the SSPACE-LongRead v1.1 software package 23 . In addition to the default parameters, the options −a 500 and −l 1 were used, indicating the length of alignment and number of links required for scaffolding. The linked reads were intended for a de novo assembly using the Supernova v1.2.2 assembler (10x Genomics) but because of a problematic sequencing run the data did not yield a good assembly (results not shown). Therefore, a second scaffolding step was performed using the linked reads and ARCS v1.0.5 24 (default parameters). Simply stated, ARCS and SSPACE-LongRead scaffold sequences by aligning the new data (linked and long reads, respectively) to the sequences (A1 in our case) and if these new data align to different sequences these are merged 23, 24 .
A3 was generated by combining A2 and the draft assembly using Metassembler v1.5 36 . The previously published draft assembly was used as the primary assembly, together with the mate-pair data from this study. A run with A2 as the primary assembly was also conducted but resulted in a poorer assembly. The merged assembly was again scaffolded using the linked reads and ARCS, as described above.
Comparisons using QUAST and BUSCO.
To compare the assemblies in this study and the draft assembly, we used the genome comparison tool QUAST v5 25 with the option -large and no reference assembly. QUAST was also run with the newly available chromosome level herring assembly as a reference. QUAST can also run a BUSCO analysis using the eukaryotic database. However, we chose to run a separate standalone BUSCO analysis using the Actinopterygii database 50 , to compare the completeness of the generated assemblies.
Manual connexin analysis.
A manual analysis of the connexin gene family 30 was performed to assess the correctness and completeness of the assemblies. We collected all predicted connexin genes/mRNAs available in GenBank from the herring genome published by Martinez Barrio et al. 13 . This amounted to 49 connexin genes (before exclusion of near identical sequences). We also searched for additional (non-predicted) connexin genes in the published draft assembly using the NCBI Basic Local Alignment Search Tool (BLAST). Any hit was manually inspected, and two additional connexin sequences were found: one connexin gene predicted as KAT6B-like (a gja8-like sequence) and one previously non-predicted sequence (a cx39.2/gjd2-like sequence). After exclusion of five predicted sequences that showed >98.4% identity to other connexin sequences we had a set of 46 unique connexin sequences ( Supplementary Table S2 ). We blasted the unique sequences against our unannotated assemblies and any unexpected hits were noted. Correspondingly, any unexpected hits in the published draft herring genome were noted. FRC. FRC bam v1.3.0 and the paired-end and mate-pair data from the present study were used to evaluate the correctness of the assemblies 27 . The FRC bam output consists of FRCs for 14 feature types. To rank the assemblies based on the different types of features, all 14 FRCs were plotted, and for each the best assembly was given 1 point, second best 2 points, and so on. If two assemblies had very similar curves, both assemblies received the same number of points. For example, A1 had the steepest curve and received 1 point, and both A2 and A3 had
